. The predicted secondary structure is shown at the top and colored in accordance with aligned residues. B, A simulation model of the PBX1-HOXB9-DNA complex based on a crystal structure model of the HOXA9-PBX1-DNA complex (PDB: 1PUF). PBX1 is shown in a surface model (blue=acidic amino acids, red=basic amino acids, white=hydrophobic amino acids) and HOXB9 and DNA are represented as a ribbon model. The hexapeptide binding pocket of PBX1 is magnified and depicted as a stick and ribbon model. Tables see in Supplementary Files. 
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